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Transcriptome analysis for the mycelia and yeast-like
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Abstract: The mycelium and yeast-like cells of Tremella fucifor-
mis were adopted to construct transcriptome sequencing library
by RNA-Seq. 13.16 G data and 16 190 Unigene were generated
from de novo splicing. Among the Nr database annotated Uni-
gene, 55.75% and 13.35% of them had similar sequence to T.
mesenterica and Cryptococcus neoformans, respectively. 7 203
Unigenes were annotated in the COG database, which could be
divided into 25 terms. 3 921 Unigene were annotated in the GO
database, and divided into 3 major categories and 46 branches.
From the KEGG analysis, differential expressed genes were en-
riched in pathways, including the metabolism of amino and nucle-
otide, and Intracellular phase. All the results provided abundant
data resource for further investigating of T. fuciformis on poly-

saccharides and amino acid metabolism pathways and the impor-
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tant genes involved in them.
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Table 1 The output data of all samples
FEA JBURMF A B/Mb m R FS/Mb Q30/ % 1R A L/ GC &/ %
M1332 34.30 29.84 93.47 86.99 58.10
Y13 34.30 29.59 93.04 86.27 58.09
Y32 31.41 28.25 93.44 89.95 57.95
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Figure 2 Gene ontology classifications of all Unigene
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Figure 3 Volcano plot of differential expressed genes
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Table 2 KEGG pathway enrichment analysis

KA KO 5 R iR %= 5 5L A p1E q i
koO4144  Zfifg N W 486 1.88E—10 2.22E—08
M1332 vs Y13
ko00520 44 J bl AN AZ 1R bl 118 4% 15 186 6.31E—06  0.000 4
ko00520 4 S A 422 ik 3 114 4% 11 186 2.88E—05 0.003 4
ko01100 fLiiE R 1126 0.000 2 0.009 2
M1332 vs Y32  ko00350 &Rt 79 0.000 4 0.019 2
ko00330 ik 4 M il 4 2 114 1 3t 63 0.001 1 0.027 7
ko00250 4R K& AR A4 AR A 86 0.001 2 0.027 7
ko00350 i & W A it 76 0.000 2 0.126 8
ko01100  fRitik& 1052 0.000 3 0.126 8
Y13 vs Y32 .
ko04113  JH %k 4r %4 158 0.000 3 0.126 8
ko00250 TN &R K& &R A4 = R AL 82 0.000 9 0.024 7
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Figure 4 qRT-PCR analysis of differential

expressed genes
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